ABSTRACT
INTRODUCTION
Great efforts had been made to characterize strains of E. coli O157:H7 isolated from clades might contribute to a high incidence of SUH in Argentina.
75
The availability of whole genome sequences of different EHEC strains has enabled In a previous study, we reported the use of isobaric tags for comparative Index (emPAI) method (13) to quantify the EHEC O157:H7 proteome.
106

RESULTS AND DISCUSSION
107
Global proteomic analysis and functional classification of Escherichia coli (EHEC)
108 O157:H7 proteome 109 The emPAI method was applied to estimate the relative quantification of the EHEC 110 O157:H7 proteome from a dataset generated with strains E. coli O157:H7 Rafaela II, 
128
We subsequently performed functional annotation of the identified proteins using GroEL chaperone and 50S ribosomal protein L7/L12 were detected as the most abundant 152 proteins as well ( Table 2) . These results suggest a set of proteins that may play an 153 important role in the biology of E. coli.
154
We also detected shiga-toxin subunits such as StxA, StxB, Stx2a and Stx2cb; these 155 proteins, however, were not among the most abundant proteins (Figure 1) 
174
In our proteomic analysis, 23 proteins that composed the Glycolysis /
175
Gluconeogenesis pathway of E. coli were identified (Figure 3) 
195
Among these proteins, the translation elongation factor Tu was identified (EF-Tu) ( Table   196 1). EF-Tu could play a role in the resistance process of this bacterium in the gastrointestinal 197 tract (28), as well as against cellular damage generated by bile salt sodium deoxycholate 198 (29). These results show an intense metabolic activity of EHEC mainly in protein synthesis.
199
Unlike E. coli K-12 (15), the proteins involved in transcription process in EHEC were identified as most abundant. CspA was identified to be among the most abundant proteins 201 as well. This RNA chaperone is described as the major cold shock protein of E. coli. CspA Table 1) . In addition, a study performed in EPEC showed that FliC might be Other type of stress commonly found by EHEC during the infection process is 221 oxidative stress, which is generated by reactive oxygen species (ROS) such as superoxide The ter operon related to tellurite resistance is widely spread in several Gram 
Locus of Enterocyte Effacement (LEE)
251
The LEE is a pathogenicity island of 35.6 kb that is organized into five polycistronic 252 operons (LEE1 to LEE5) and is an additional bicistronic operon of glr regulatory proteins 253 (50, 51). LEE is related to intimate adherence of EHEC to cell host and is required for Table   262 S.2). Among these proteins, the most abundant were EspA (filamentous structure of the 
302
Three biological replicates of each culture were centrifuged at 5000 x g for 20 min at 4°C.
303
The cell pellets were resuspended in ice-cold lysis buffer (50 mM Tris-HCl, pH 7.5, 25 mM 
Genomes (KEGG) (19).
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